ABSTRACT We report four near-complete genome sequences of vesicular stomatitis virus (VSV) Indiana obtained with Sanger and Illumina next-generation sequencing, namely, laboratory strains HR (heat resistant) and T1026R1 and isolates 22-20 and 22-25. Previously, only the M gene of these viruses had been sequenced, and these sequences were not deposited in GenBank.
version, NCBI) (15) . Genome comparison of HR and T1026R1 confirmed the M51R mutation in the T1026R1 M protein and revealed a novel amino acid substitution in the T1026R1 G protein (S431A). Comparison of 22-25 and 22-20 revealed a previously unidentified D-to-G amino acid substitution at position 52 of the 22-20 M protein (D52G). A single amino acid change was identified in the 22-20 M protein, which suggests that this protein alone suppresses the IFN response. The genomes recovered ranged from 11,115 to 11,143 nucleotides in length, obtaining 99.59 to 99.84% of the genomes relative to the reference sequence. The missing nucleotides are located in noncoding regions at the ends of the genomes.
Data availability. Genome sequences of 22-20, 22-25, T1026R21, and HR were deposited in GenBank (accession numbers MH919396, MH919397, MH919398, and MH919399, respectively). Raw Illumina reads were submitted to the Sequence Read Archive (BioProject number PRJNA508804).
